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ATGTGGAAATGGATACTGACACATTGTGCCTCAGCCTTTCCCCACCTGCCCGGCTGCTGC 

1 + + + +- --+ + 60 

TACACCTTTACCTATGACTGTGTAACACGGAGTCGGAAAGGGGTGGACGGGCCGACGACG 

MUKWT1 T Hf. ASAFPHLPGCC 

TGCTGCTGCTTTTTGTTGCTGTTCTTGGTGTCTTCCGTCCCTGTCACCTGCCAAGCCCTT 

61 + -+ + ---+ + + 120 

ACGACGACGAAAAACAACGACAAGAACCACAGAAGGCAGGGACAGTGGACGGTTCGGGAA 

P. C f. F L I I FLVS SVPV T C Q A L 

GGTCAGGACATGGTGTCACCAGAGGCCACCAACTCTTCTTCCTCCTCCTTCTCCTCTCCT 

121 .-..+ + + + --+ + 180 

CCAGTCCTGTACCACAGTGGTCTCCGGTGGtTGAGAAGAAGGAGGAGGAAGAGGAGAGGA 

GQDMVSPEATNSSSSSFSSP 

TCCAGCGCGGGAAGGCATGTgCGGAGCTACAATCACCTTCAAGGAGATGTCCGCTGGAGA 

181 + + +- --+ + + 240 

AGGTCGCGCCCTTCCGTACAcGCCTCGATGTTAGTGGAAGTTCCTCTACAGGCGACCTCT 

S S AG R H VR S YN H L QGD V RW R 

MATCH WITH FIG. IB 
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MGCTATTCTCTTTCACCM6TACTTTCTCAAGATTGAGAAGAACGGGAAGGTCAGCGGG 

241 + + + + + + 300 

nCGATMGAGAMGTGGnCATGAMGAGTTCTAACTCTTCTTGCCCTTCCAGTCGCCC 

KLFSFTKYFLKI EKNGKVSG 

ACCAAGAAGGAGAACTGCCCGTACAGCATCCTGGAGATAACATCAGTAGAAATCGGAGTT 

301 + + + + + + 360 

TGGTTCTTCCTCnGACGGGOTGTCGTAGGACCTCTATTGTAGTCATCTTTAGCCTCAA 

TKKENCPYSILEITSVEIGV 

GTTGCCGTCAMGCCAnMCAGCAACTATTACTTAGCCATGAACAAGAAGGGGAAACTC 

361 + + + + + + 420 

CAACGGCAGTTTCGGTAATTGTCGTTGATAATGAATCGGTACTTGTTCTTCCCCTTTGAG 

VAVKAI NSNYYLAMNKKGKL 

TATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGA 

421 + + + ---+ + + 480 

ATACCGAGTTTTCnAMTTGTTACTGACAnCGACTTCCTCTCCTATCTCCTTTTACCT 

YGSKEFNNDCKLKERI EENG 
MATCH WITH FIG. 1C 
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TACAATACCTATGCATCATTTAACTGGCAGCATAATGGGAGGCAAATGTATGTGGCATTG 

481 + + + + + + 540 

ATGTTATGGATACGTAGTAMTTGACCGTCGTATTACCCTCCGTTTACATACACCGTAAC 

YNTYASFNWQHNGRQMYVAL 

AATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACACGAAGGAAAAACACCTCTGCTCAC 

541 + + + +-- + + 600 

nACCTTTTCCTCGAGGnCCTCTCCTGTCTnTGTGCTTCCTTTTTGTGGAGACGAGTG 

NGKGAPRRGQKTRRKNTSAH 

TTTCTTCCAATGGTGGTACACTCATAG 

601 + + 627 

AAAGAAGGTTACCACCATGTGAGTATC 

FLPMVVHS* 
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FGF1 

FGF2 
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FGF7 MHKW ILTWILPTLL YRSCF HIICLVGTIS 

KGF2 MfiKff ILTHCASAFP HLPGCCCCCF LLLFLVSSVP 

FGF3 MGL IWLLLLSLLE 

FGF8 MGSPRSALSC LLLHLLVLCL QAQVRSAAQK RGPGAGNPAD TLGQGHEDRP 
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FGF4 AELERRWESL VALSLARLPV AA. .QPKEAA VQSGAGDY LLGIKRL 

FGF6 S. . . RGWGTL LSRSRAGLAG EI AG VNWESG.Y LVGIKRQ 

FGF5 SSSRQSSSSA MSSSSASSSP AASLGSQGSG LEQSSFQW SPSGRRT 

FGF1 MAEG EITTFTALTE KFN. . .LPPG N YK. . .KP 

FGF2 MAAG SITTLPALPE DGGSGAFPPG H FK. . .DP 

FGF9 FGNVPVLPVD SPVLLSDHLG QSEAGGLPRG PAVTDLDH LKGILRR 

FGF7 LACNDMTPEQ M. . .ATNVNC SSPE RHTRSYDY MEGGDIR 

KGF2 VTCQALGQDM VSPEATNSSS SSFSSPSSAG RHVRSYNH. . . . .LQ.GDVR 

FGF3 PGWPAAGPGA . . . . RLRRDAG GRGGVYEH L.GGAPR 

FGF8 FGQRSRAGKN FTNPAPNYPE EGSKEQRDSV LPKVTQRHVR EQSLVTDQLS 
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FIG.2A 



MATCH WITH FIG. 2A 





101 






FGF4 




. .YC 


NVGIGFHLQA 


FGF6 




YC NVGIGFHLQV 


FGF5 


GSL . . . 


. .YC 


RVGIGFHLQI 


FGF1 


KLL. . . 


, . .YC 


SNG.GHFLRI 


FGF2 


KRL . . . 


, . .YC 


KNG.GFFLRI 


FGF9 




. . .YC 


R.T.GFHLEI 


FGF7 






CRT . QWYLRI 


KGF2 


WRK. . . 


, . .LF 


SFT . KYFLKI 


FGF3 


RRK. . . 


, . . LY 


CAT . KYHLQL 


FGF8 


RRLIRTYQLY 


SRTSGKHVQV 



150 

LPDGRIGGAH ADT . RDSLLE LSPVERGV.V 
LPDGRISGTH EEN. PYSLLE ISTVERGV.V 
YPDGKVNGSH EAN.MLSVLE IFAVSQGI.V 
LPDGTVDGTR DRSDQHIQLQ LSAESVGE.V 
HPDGRVDGVR EKSDPHIKLQ LQAEERGV . V 
FPNGTIQGTR KDHSRFGILE FISIAVGL.V 
DKRGKVKGTQ EMKNNYNIME IRTVAVGI.V 
EKNGKVSGTK KENCPYSILB ITSVEIGV.V 
HPSGRVNGSL .ENSAYSILE ITAVEVGI.V 
LANKRINAMA EDGDPFAKLI VETDTFGSRV 
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FGF4 S I FGVASRFF VAMSSKGKLY 

FGF6 SLFGVRSALF VAMNSKGRLY 

FGF5 GIRGVFSNKF LAMSKKGKLH 

FGF1 YIKSTETGQY LAMDTDGLLY 

FGF2 S I KG VCANRY LAHKEDGRLL 

FGF9 S I RGVDSGLY LGMNEKGELY 

FGF7 AIKGVESEFY LAMNKEGKLY 

KGF2 AVKAINSNYY LAMNKKGKLY 

FGF3 AIRGLFSGRY LAMNKRGRLY 

FGF8 RVRGAETGLY ICMNKKGKLI 
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G.SPFFTDEC TFKEILLPNN YNAYESYKYP 
A . TPSFQEEC KFRETLLPNN YNAYESDLYQ 
A . S AKFTDDC KFRERFQENS YNTYASAIHR 
G.SQTPNEEC LFLERLEENH YNTYISKKH. 
A.SKCVTDEC FFFERLESNN YNTYRSRKY . 
G . SEKLTQEC VFREQFEENW YNTYSSNLYK 

A . KKECNEDC HFKELILENH YNTYAS 

G. SKEFNNDC KLKERIEENG YNTYAS 

A . SEHYSAEC EFVERIHELG YNTYAS RLYR 
AKSNGKGKDC VFTE I VLENN YTALQNAKY. 
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FGF4 GM FI ALSKNGKTKK G. .NRVSPTM KVTHFLPRL . 

FGF6 GT YI ALSKYGRVKR G..SKVSPIM TVTHFLPRI . 

FGF5 TEKTGREWYV ALNKRGKAKR GCSPRVKPQH ISTHFLPRFK 

FGF1 AEKNWFV GLKKNGSCKR G. . PRTHYGQ KAILFLPLPV 

FGF2 T. .SWYV ALKRTGQYKL G. . SKTGPGQ KAILFLPMSA 
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FGF8 EGWYM AFTRKGRPRK G. . SKTRQHQ REVHFMKRLP 
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GGAATTCCGG GAAGAGAGGG AAGAAAACAA CGGCGACTGG GCAGCTGCCT CCACTTCTGA 60 

CAACTCCAAA GGGATATACT TGTAGAAGTG GCTCGCAGGC TGGGGCTCCG CAGAGAGAGA 120 

CCAGAAGGTG CCAACCGCAG AGGGGTGCAG ATATCTCCCC CTATTCCCCA CCCCACCTCC 180 
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GAGCTAACCA GCAGCCACCA CCTCGAGCTC TCTCCTTGCC TTGCATCGGG TCTTACCCTT 540 
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AAT ACC TAT GCA TCA TTT AAC TGG CAG CAT AAT GGG AGG CAA ATG TAT 1123 
Asn Thr Tyr Ala Ser Phe Asn Trp Gin His Asn Gly Arg Gin Met Tyr 

GTG GCA TTG AAT GGA AAA GGA GCT CCA AGG AGA GGA CAG AAA ACA CGA 1171 
Val Ala Leu Asn Gly Lys Gly Ala Pro Arg Arg Gly Gin Lys Thr Arg 

AGG AAA AAC ACC TCT GCT CAC TTT CTT CCA ATG GTG GTA CAC TCA 1216 
Arg Lys Asn Thr Ser Ala His Phe Leu Pro Met Val Val His Ser 

TAGAGGAAGG CAACGTTTGT GGATGCAGTA AAACCAATGG CTCTTTTGCC AAGAATAGTG 1276 

GATATTCTTC ATGAAGACAG TAGATTGAAA GGCAAAGACA CGTTGCAGAT GTCTGCTTGC 1336 

TTAAAAGAAA GCCAGCCTTT GAAGGTTTTT GTATTCACTG CTGACATATG ATGTTCTTTT 1396 

AATTAGTTCT GTGTCATGTC TTATAATCAA GATATAGGCA GATCGAATGG GATAGAAGTT 1456 

ATTCCCAAGT GAAAAACATT GTGGCTGGGT TTTTTGTTGT TGTTGTCAAG TTTTTGTTTT 1516 

TAAACCTCTG AGATAGAACT TAAAGGACAT AGAACAATCT GTTGAAAGAA CGATCTTCGG 1576 

GAAAGTTATT TATGGAATAC GAACTCATAT CAAAGACTTC ATTGCTCATT CAAGCCTAAT 1636 

GAATCAATGA ACAGTAATAC GTGCAAGCAT TTACTGGAAA GCACTTGGGT CATATCATAT 1696 

GCACAACCAA AGGAGTTCTG GATGTGGTCT CATGGAATAA TTGAATAGAA TTTAAAAATA 1756 

TAAACATGTT AGTGTGAAAC TGTTCTAACA ATACAAATAG TATGGTATGC TTGTGCATTC 1816 

TGCCTTCATC CCTTTCTATT TCTTTCTAAG TTATTTATTT AATAGGATGT TAAATATCTT 1876 

TTGGGGTTTT AAAGAGTATC TCAGCAGCTG TCTTCTGATT TATCTTTTCT TTTTATTCAG 1936 

CACACCACAT GCATGTTCAC GACAAAGTGT TTTTAAAACT TGGCGAACAC TTCAAAAATA 1996 

GGAGTTGGGA TTAGGGAAGC AGTATGAGTG CCCGTGTGCT ATCAGTTGAC TTAATTTGCA 2056 

CTTCTGCAGT AATAACCATC AACAATAAAT ATGGCAATGC TGTGCCATGG CTTGAGTGAG 2116 

AGATGTCTGC TATCATTTGA AAACATATAT TACTCTCGAG GCTTCCTGTC TCAAGAAATA 2176 

GACCAGAAGG CCAAATTCTT CTCTTTCAAT ACATCAGTTT GCCTCCAAGA ATATACTAAA 2236 

AAAAGGAAAA TTAATTGCTA AATACATTTA AATAGCCTAG CCTCATTATT TACTCATGAT 2296 

TTCTTGCCAA ATGTCATGGC GGTAAAGAGG CTGTCCACAT CTCTAAAAAC CCTCTGTAAA 2356 

TTCCACATAA TGCATCTTTC CCAAAGGAAC TATAAAGAAT TTGGTATGAA GCGCAACTCT 2416 
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ATGGAAATAG MTTCTGGTC CCTTTTGCAA CTACTGAAGA AAAAAAAAAG CAGTTTCAGC 4096 
CCTGAATGTT GTAGATTTGA AAAAAAAAAA AAAAAAACTC GAGGGGGGGC CCGTACCCM 4156 
TTCGCCCTAT AGTGAGTCGT A 4177 
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ATGAGAGGATCGCATCACCATCACCATCAOGGATOTGCCAGGCTCTGGGTC 

AGGACAT(X5mCT(X^AAGCTACCMCTCn(X:TCnCX)TClTTCTCnCCC 

CGTCnC(XX)T(X3T(»TCAa;nCGncnACAA(X^(X)T(X:AGGGTGA(»TTC 

GTTGGOGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAAATOGAAAAA 

AACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCOGTACAGCATCCTG 

GAGATAACATCAGTAGAAATCGGAGTTGTTGCOGTCAAAGCCATTAACAG 

CAACTATTACTTAGCCATGAACAAGAAGGGGAAACTGTATGGCTCAAAAG 

AATTTAACAATGACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGAT 

ACAATACCTATGCATCATTTAACTGGCAGCATAATGGGAGGCAAATGTAT 

GTGGCATTGAaTGGAAAAGGAGCTCCAaGGAGAGGACAGAAAACACGAAG 
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ATGACCTGCCAGGCTCTGGGTCAGGACATGGTTTCTCCGGAAGCTACCAACTCTTCCTCT 60 
MetThrCysGl nAl aLeuGlyGl nAspMetVal SerProGl uAl aThrAsnSerSerSer 

TCCTCTTTCTCTTCCCCGTCTTCCGCTGGTCGTCACGTTCGTTCTTACAACCACCTGCAG 120 
SerSerPheSerSerProSerSerAlaGlyArgHisValArgSerTyrAsnHisLeuGln 

GGTGACGTTCGTTGGCGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAAATCGAAAAA 1 80 
GlyAspVa 1 ArgTrpArgLysLeuPheSerPheThrLysTy rPheLeuLys I 1 eGl uLys 

AACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCATCCTGGAGATAACA 240 
AsnGlyLysValSerGlyThrLysLysGluAsnCysProTyrSerlleLeuGluIleThr 

TCAGTAGAAATCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAACTATTACTTAGCCATG 300 
SerVa 1 Gl u 1 1 eGly Va 1 Va 1 Al a Va 1 Lys Al a 1 1 eAsnSerAsnTyrTy rLeuAl aMet 

AACAAGAAGGGGAAACTCTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAG 360 
AsnLysLysGlyLysLeuTyrGlySerLysGl uPheAsnAsnAspCysLysLeuLysGl u 

AGGATAGAGGAAAATGGATACAATACCTATGCATCATTTAACTGGCAGCATAATGGGAGG 420 
ArglleGl uGl uAsnGlyTyrAsnThrTyrAl aSerPheAsnTrpGl nHi sAsnGlyArg 

CAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACACGAAGG 480 
Gl nMetTyrVal Al aLeuAsnGlyLysGlyAl aProArgArgGlyGl nLysThrArgArg 

AAAAACACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCATAG 525 
LysAsnThrSerAl aHi sPheLeuProMetVal Va 1 Hi sSer * 
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ATGACCTGCCAGGCTCTGGGTCAGGACATGGTTTCTCCGGAAGCTACCAACTCTTCC 
TCTTCCTCTTTCTCTTCCCCGTCTTCCGCTGGTCGTCACGTTCGTTCTTACAACCAC 
CTGCAGGGTGACGTTCGTTGGCGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAA 
ATCGAAAAAAACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCATC 
CTGGAGATAACATCAGTAGAAATCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAAC 
TATTACTTAGCCATGAACAAGAAGGGGAAACTCTATGGCTCAAAAGAATTTAACAAT 
GACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGATACAATACCTATGCATCATTT 
AACTGGCAGCATAATGGGAGGCAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCA 
AGGAGAGGACAGAAAACACGAAGGAAAAACACCTCTGCTCACTTTCTTCCAATGGTG 
GTACACTCATAG 

MTCQALGQDMVSPEATNSSSSSFSSPSSAGRHVRSYNHLQGDVRWRKLFSFTKYFLK I E 
KNGKVSGTKKENCPYSILEITSVEIGVVAVKAINSNYYLAMNKKGKLYGSKEFNNDCKL 
KERI EENGYNTYASFNWQHNGRQMYVALNGKGAPRRGQKTRRKNTSAHFLPMVVHS . 
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ATGGCTGGTCGTCACGTTCGTTCTTACAACCACCTGCAGGGTGACGTTCGTTGGCGT 
AMCTGTTCTCTTTCACCAAATACTTCCTGAAAATCGAAAAAAACGGTAAAGTTTCT 
GGGACCAAGAAGGAGAACTGCCCGTACAGCATCCTGGAGATAACATCAGTAGAAATC 
GGAGTTGTTGCCGTCAAAGCCATTAACAGCAACTATTACTTAGCCATGAACAAGAAG 
GGGAAACTCTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAGAGGATA 
GAGGAAAATGGATACAATACCTATGCATCATTTAACTGGCAGCATAATGGGAGGCAA 
ATGTATGTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACACGAAGG 
AAAAACACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCATAG 

MAGRHVRSYNHLQGDVRWRKLFSFTKYFLKI EKNGKVSGTKKENCPYSI LE ITSVE IGV 
VAVKAI NSNYYLAMNKKGKLYGSKEFNNDCKLKERI EENGYNTYASFNWQHNGRQMYVA 
LNGKGAPRRGQKTRRKNTSAHFLPMVVHS . 
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ATGGTTCGTTGGCGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAAATCGAAAAA 
AACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCATCCTGGAGATA 
ACATCAGTAGAAATCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAACTATTACTTA 
GCCATGAACAAGAAGGGGAAACTCTATGGCTCAAAAGAATTTAACAATGACTGTAAG 
CTGAAGGAGAGGATAGAGGAAAATGGATACAATACCTATGCATCATTTAACTGGCAG 
CATAATGGGAGGCAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGA 
CAGAAAACACGAAGGAAAAACACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCA 

TAG 

MVRWRKLFSFTKYFL K I EKNGKVSGTKKENCP YS I LE I TSVE I G VVAVKA I NSN Y YL AM 
NKKGKLYGSKEFNNDCKLKERIEENGYNTYASFNWQHNGRQMYVALNGKGAPRRGQKTR 
RKNTSAHFLPMVVHS . 



FIG. 27 



ATGGAAAAAAACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCAT 
CCTGGAGATAACATCAGTAGAAATCGGAGTTGTTGCCGTCAAAGCCATTAACAGCA 
ACTATTACTTAGCCATGAACAAGAAGGGGAAACTCTATGGCTCAAAAGAATTTAAC 
AATGACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGATACAATACCTATGCATC 
ATTTAACTGGCAGCATAATGGGAGGCAAATGTATGTGGCATTGAATGGAAAAGGAG 
CTCCMGGAGAGGACAGAAMCACGMGGAAAMCACCTCTGCTCACTTTCTTCCA 
ATGGTGGTACACTCATAG 

MEKNGKVSGTKKENCPYSILEITSVEIGVVAVKAINSNYYLAMNKKGKLYGSKEFNNDC 

KLKERIEENGYNTYASFNWQHNGRQMYVALNGKGAPRRGQKTRRKNTSAHFLPMVVH 

S. 
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ATGGAGAACTGCCCGTACAGCATCCTGGAGATAACATCAGTAGAAATCGGAGTTGT 
TGCCGTCAAAGCCATTAACAGCAACTATTACTTAGCCATGAACAAGAAGGGGAAAC 
TCTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAGAGGATAGAGGAA 
AATGGATACAATACCTATGCATCATTTAACTGGCAGCATMTGGGAGGCAAATGTA 
TGTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACACGAAGGAAAA 
ACACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCATAG 

MENCPYSILEITSVEIGVVAVKAINSNYYLAMNKKGKLYGSKEFNNDCKLKERIEENGY 
NTYASFNWQHNGRQMYVALNGKGAPRRGQKTRRKNTSAHFLPMVVHS. 
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ATGGTGAAAGCCATTAACAGCAACTATTACTTAGCCATGAACAAGAAGGGGAAACT 
CTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAGAGGATAGAGGAAA 
ATGGATACAATACCTATGCATCATTTAACTGGCAGCATAATGGGAGGCAAATGTAT 
GTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACACGAAGGAAAAA 
CACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCATAG 

MVKAIN5NYYLAMNKKGKLYGSKEFNNDCKLKERIEENGYNTYASFNWQHNGRQMY 
VALNGKGAPRRGQKTRRKNTSAHFLPMVVHS . 
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ATGGGGAAACTCTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAGGAGAG 
GATAGAGGAAAATGGATACAATACCTATGCATCATTTAACTGGCAGCATAATGGGA 
GGCAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCAAGGAGAGGACAGAAAACA 
CGAAGGAAAAACACCTCTGCTCACTTTCTTCCAATGGTGGTACACTCATAG 

MGKLYGSKEFNNDCKLKERIEENGYNTYASFNWQHNGRQMYVALNGKGAPRRGQKT 
RRKNTSAHFLPMVVHS . 
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ATGACCTGCCA6GCTCTGGGTCAGGACATGGTTTCTCCGGAAGCTACCAACTCTTCC 
TCTTCCTCTTTCTCTTCCCCGTCTTCCGCTGGTCGTCACGTTCGTTCTTACAACCAC 
CTGCAGGGTGACGTTCGTTGGCGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAA 
ATCGAAAAAAACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCATC 
CTGGAGATAACATCAGTAGAAATCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAAC 
TATTACTTAGCCATGAACAAGAAGGGGAAACTCTATGGCTCAAAAGAATTTAACAAT 
GACTGTAAGCTGAAG 



MTCQALGQDMVSPEATNSSSSSFSSPSSAGRHVRSYNHLQGDVRWRKLFSFTKYFLKIE 
KNGKVSGTKKENCPYSILEITSVEIGVVAVKAINSNYYLAMNKKGKLYGSKEFNNDCKL 
K 



FIG. 32 



ATGGCTGGTCGTCACGTTCGTTCTTACAACCACCTGCAGGGTGACGTTCGTTGGCGT 
AAACTGTTCTCTTTCACCAAATACTTCCTGAAAATCGAAAAAAACGGTAAAGTTTCT 
GGGACCAAGAAGGAGAACTGCCCGTACAGCATCCTGGAGATAACATCAGTAGAAATC 
GGAGTTGTTGCCGTCAAAGCCATTAACAGCAACTATTACTTAGCCATGAACAAGAAG 
GGGAAACTCTATGGCTCAAAAGAATTTAACAATGACTGTAAGCTGAAG 



MAGRHVRSYNHLQGDVRWRKLFSFTKYFLKIEKNGKVSGTKKENCPYSILEITSVEIGV 
VAVKAINSNYYLAMNKKGKLYGSKEFNNDCKLK 
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C-37 To Ser 



ATGACCTCTCAGGCTCTGGGTCAGGACATGGTTTCTCCGGAAGCTACCMCTCTTCC 
TCTTCCTCTTTCTCTTCCCCGTCTTCCGCTGGTCGTCACGTTCGTTCTTACAACCAC 
CTGCAGGGTGACGTTCGTTGGCGTAAACTGTTCTCTTTCACCAAATACTTCCTGAAA 
ATCGAAAAAAACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTGCCCGTACAGCATC 
CTGGAGIATMCATCAGTAGIAMTCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAAC 
TATTACTTAGCCATGMCMGMGGGGAAACTCTATGGCTCAAAAGAATTTAACAAT 
GACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGATACAATACCTATGCATCATTT 
AACTGGCAGCATAATGGGAGGCAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCA 
AGGAGAGGACAGAAAACACGAAGGAAAAACACCTCTGCTCACTTTCTTCCAATGGTG 
GTACACTCATAG 
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C-106 To Ser 

ATGACCTGCCAGGCTCTGGGTCAGGACATGGTTTCTCCGGAAGCTACCAACTCTTCC 
TCTTCCTCTTTCTCTTCCCCGTCTTCCGCTGGTCGTCACGTTCGTTCTTACAACCAC 
CTGCAGGGTGACGTTCGTTGGCGTAMCTGTTCTCTTTCACCAAATACTTCCTGAAA 
ATCGAAAAAAACGGTAAAGTTTCTGGGACCAAGAAGGAGAACTCTCCGTACAGCATC 
CTGGAGATMCATCAGTAGAMTCGGAGTTGTTGCCGTCAAAGCCATTAACAGCAAC 
TATTACnAGCCATGMCMGMGGGGAMCTCTATGGCTCAAMGMTTTAACAAT 
GACTGTAAGCTGAAGGAGAGGATAGAGGAAAATGGATACAATACCTATGCATCATTT 
AACTGGCAGCATAATGGGAGGCAAATGTATGTGGCATTGAATGGAAAAGGAGCTCCA 
AGGAGAGGACAGAAAACACGAAGGAAAAACACCTCTGCTCACTTTCTTCCAATGGTG 
GTACACTCATAG 
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